Eukaryotic cytosolic ribosomes are composed of four RNA species and about 80 ribosomal proteins. The assembly of a functional ribosome requires the coordinate expression of genes for a11 constituent ribosomal proteins as well as rRNAs (Amaldi et al., 1989) . Molecular dissection of animal ribosomal protein genes revealed that sequence elements embedded in the promoters and the 5' end of mature transcripts play critica1 roles in transcriptional and translational control of their expression (Hariharan and Perry, 1990) . Relatively little is known about the regulation of plant ribosomal protein gene expression. Over the last few years, an increasing number of plant ribosomal protein genes have been cloned and sequenced (Taylor and Davies, 1994, and refs. therein) . Such structural information is an essential early step in exploring the function of the genes.
In the course of studying developmental and environmental regulation of the r i c e (Oryza sativa L.) 4-coumarate COA ligase gene, we isolated a cDNA clone that was expressed constitutively in various tissues and in different physiological contexts (Table I) . A partia1 sequence of the cDNA clone showed high homology with human ribosomal protein S16 (Batra et al., 1991) , a component of the 40s subunit of the cytosolic ribosome. Our interest in characterizing this clone further includes the fact that in gene regulation experiments involving RNA quantification, such as RNA gel blotting or run-on assays, an invariant internal control is often required. Although there were observations that the transcript levels of certain ribosomal protein genes vary among different tissues (Larkin et al., 1989) , the use of ribosomal protein S26 and L27 genes as the internal controls had been successful (Lebeau et al., 1991; Vincent et al., 1993) . We were curious if the rice S16 sequence could possibly serve as an internal standard in our studies on rice genes. Also, although S16 genes have been characterized from human, rat, mouse, and Lupinus polyphyllus (Batra et al., 1991; Warskulat et al., 1991) , no information was available from any monocot plant. It would be useful to add the rice S16 data for comparative and evolutionary studies. Encoding ribosomal protein S16 of the 40s subunit.
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Comparison of the deduced amino acid sequence with the ribosoma1 protein S I 6 from human, rat, mouse, and Lupinus polyph yllus.
Structural Features of the cDNA:
Full-length cDNA with an oligopyrimidine tract at the 5' end and a poly(A) tail at the 3' end; a putative translational initiation site at nucleotide 70 and a termination site at nucleotide 51 7. Features of the Encoded Protein:
A protein of 149 amino acids with a calculated molecular mass of 16.9 kD and a pl of 11.22; high content of hydrophobic amino acids (44.3%) and basic amino acids (23.5%). Expression Pattern:
Expressed constitutively in various tissues and under the different physiological conditions examined.
The full-length rice S16 cDNA contains 702 nucleotides. The first 10 nucleotides of the 5' untranslated region of the cDNA are pyrimidines (CCTCTCTCCC). The oligopyrimidine tract has been reported to be present at the 5' end of many eukaryotic ribosomal protein mRNAs and is required for their translational control (Levy et al., 1991) . The open reading frame starts at nucleotide 70 and the sequence context surrounding the initiation codon (GCCG-C A A C C G G ) matches the consensus sequence for translation initiation in higher eukaryotes (Kozak, 1989) . A poly(A) tail is present 169 nucleotides downstream of the translation termination codon. The 447-nucleotide open reading frame specifies a protein of 149 amino acids with a calculated molecular mass of 16.9 kD. In the polypeptide, basic amino acids (23.5%) dominate over acidic amino acids (8.l%), resulting in a high calculated pI value of 11.22. The basic amino acids are not evenly distributed, but rather are relatively concentrated in three regions; for example, 10 of the 22 amino acids at the C terminus are basic. Another notable feature of the protein is its high content of hydrophobic amino acids (44.3%), with many of these grouped into uninterrupted blocks of four to five residues. A FASTA search of current data bases (Protein Information Resource and SwissProt) revealed the greatest sequence identities between the rice S16 and the S16 from human (68% over144 amino acids), rat (68% over 144 amino acids), mouse (67% over 144 amino acids), and L. polyphyllus (83% over 117 amino acids).
To estimate the number of the S16 genes in the rice genome, DNA gel blot analysis was carried out using the full-length cDNA as a probe. Three to four bands were hybridized when the genomic DNA was digested with BamHI, EcoRI, or HindIII. The hybridization patterns suggested that there might exist a small multigene family encoding S16. To assess the steady-state levels of the S16 transcripts, total cellular RNA was isolated from roots and shoots of young seedlings and cultured rice suspension cells grown in dark or light and treated with UV-B, funga1 elicitor, or exogenous cAMP or cGMP. The results of RNA protection assays showed that the transcript levels were essentially the same in the different tissues and physiological contexts examined.
